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cGMP 221: 195 
AT2 
receptor glycoprotein uterus 
220: 919 


Autoantigen 
lipoate halothane hepatitis pyruvate 
dehydrogenase 223: 1035 
Autophagosome 
lysosome glycylphenylalaninenaphth= 
ylamide 221: 595 
Autophosphorylation 
casein kinase II activity independence 
220: 263 
Lek tyrosine kinase 224: 589 
platelet growth factor receptor heter= 
odimer 225: 29 
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Avena 
fusicoccin binding fluoride magnesium 
aluminum 219: 1023 
phytochrome gene cloning expression 
Escherichia 223: 69 
Avenin 
3 sequence disulfide oat 224: 631 
Avidin 
related gene sequence chicken 
220: 615 
Azido 
nucleotide ATPase mitochondria 
224: 1057 
Azoferredoxin 
differential ADP ribosylation Rhodos= 
pirillum Anabaena 220: 125 
Azospirillum 
glutamate synthase conformation 
substrate 226: 505 
Azotobacter 
dihydrolipoyl transacetylase second= 
ary conformation 221: 87 
Azurin 
neg charge electron transfer 222: 583 
1067 


methyltransferase Streptomyces 
recognition site characterization 
224: 431 
Bacillolysin 
thermostabilization protein engineer= 
ing Bacillus 220: 981 
Bacillus 
alanine surfactin structure 224: 89 
alternanase purifn properties 
226: 633 
bacillolysin thermostabilization pro= 
tein engineering 220: 981 
barnase RNase T! structure align= 
ment 221: 1003 
lichenase thermostabilization calcium 
222: 203 
oligo glucosidase proline - - rae 
thermostability 226: 
SAM1606 alpha FF al gene 
sequence 220: 293 
sol ferrochelatase 220: 201 
thermostable alc dehydrogenase gene 
sequence 222: 345 
thermostable to 
221: 965 
Bacteria 
cytochrome c 551 structure 226: 159 
OmpF protection colicin inactivation 
224: 723 
RNase P RNA lead cleavage 219: 49 
Bacterioferritin 
Rhodobacter formation characteriza= 
tion 223: 847 
Bacterioopsin 
fragment conformation 219: 571 
Bacteriophage 
fd gy protein g3p g6p 
222 
PRDI sane XV muramidase 
225: 341 
T7 RNA polymerase inhibition oligo= 
nucleotide 226: 831 
Bacteriorhodopsin 
fragment backbone dynamics NMR 
spectrometry 219: 887 
Baculovirus 
expression recombinant DNA polym= 
erase primase 222: 781 
recombinant Saccharomyces KEX1 
carboxypeptidase 219: 647 
Band 
3 protein transmembrane region 
conformation 221: 445 
Barley 
alpha amylase domain B isoenzyme 
221: 2 
glutamyl tRNA reductase purifn 
sequence 225: 529 
hordothionin protein formation inhib= 
ition initiation 219: 425 
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Barnase 
RNase Tl sequence conformation 
alignment 221: 1003 
Base 
pair guanine adenine DNA stability 
220: 717 
Basic 
FGF pS2 protein mammary cancer 
225: 1041 
Bean 
arcelin 5 gene sequence 225: 787 
malic enzyme gene sequence 
224: 999 
purple acid phosphatase oligosacchar= 
ide structure 220: 321 
Beta 
amyloid peptide lymphocyte cytosol 
Alzheimer 225: 1055 
amyloid precursor cleavage cathepsin 
Alzheimer 224: 265 
glucosidase gene bgl3 sequence Strep= 
tomyces 223: 557 
lactamase gene sequence Proteus 
226: 149 
sheet lipoyl domain pyruvate dehy= 
drogenase 221: 87 
Betaine 
calcium ATPase conformation uncou= 
pling urea 221: 1103 
Beta3 
expression integrin melanoma metas> 
tasis 220: 485 
Bile 
salt transport ATP reconstitution 
224: 345 
Biliary 
glycoprotein gene transcription con= 
trol human 223: 529 
Bilin 
binding protein expression develop= 
ment Pieris 219: 855 
Biliverdin 
reductase cysteine function 222: 597 
Binase 
cyclic monophosphate oligoadenylate 
prepn 220: 97 
Binding 
coagulation protein venom Trimere= 
surus 224: 703 
DNA efficiency oxidn rat Sp! 
225: 483 
Biosensor 
kinetic detn oligosaccharide interac= 
tion lectin 223: 18 
Biotechnol 
metabolite prodn increase enzyme 
concn 226: 649 
Biotin 
formation carbon atom origin Escher= 
ichia 220: 585 
formation dethiobiotin Escherichia 
flavodoxin 224: 173 
BiP 
protein glycosylation protein secretion 
Saccharomyces 222: 631 
Bisphosphatase 
fructose catabolite inactivation Sac= 
charomyces 222: 879 
fructose chloroplast reductive activa= 
tion conformation 222: 467 
fructose gene promoter regulation rat 
220: 183 
fructose turnover calcitriol 225: 433 
Blakeslea 
hydroxymethylglutaryl CoA reductase 
gene sequence 220: 403 
Blastocladiella 
protein kinase gene sequence 
219: 555 
Bleomycin 
cobalt cleavage DNA UV 220: 173 
Blood 
factor VIII copper role 222: 41 
plasma endocytosis LDL hepatocyte 
endotoxin 220: 349 


KEYWORD INDEX 


platelet preservation membrane phos= 
pholipid asymmetry 222: 1033 
Blotting 
GTP binding protein renaturation 
detergent 225: 99 
Blue 
copper protein bonding review 
223: 711 
iron protein neelaredoxin Desulfovi= 
brio 226: 613 
Boar 
bull Pl P2 protoamine phosphoryla= 
tion 223: 165 
Bombesin 
MARCKS translocation membrane 
cytoplasm 225: 539 
Bombyx 
gene sequence prothoracicotropic 
hormone 220: 633 
Bonding 
blue copper protein review 223: 711 
Bone 
sialoprotein binding protein Staphylo= 
coccus 222: 919 
Botulin 
A antagonism monoclonal antibody 
219: 161 
A catecholamine exocytosis chromaf= 
fin cell 222: 325 
B zinc endopeptidase substrate spe= 
cificity 225: 263 
Boundary 
repeat spectrin like actinin alpha 
oe) 9 


Bovine 
brain migration inhibitory factor 
sequence 224: 417 
leukemia virus envelope glycoprotein 
modeling 222: 405 
mitochondria Escherichia FO F1 
ATPase 222: 733 
seminal RNase conformation quater= 
nary structure 224: 109 
Bradykinin 
protein kinase C isoform translocation 
225: 297 
Bradyrhizobium 
thioredoxin like protein TIpA se= 
quence 223: 339 
Brain 
bovine migration inhibitory factor 
sequence 224: 417 
derived neurotrophic factor dimer 
monomer 225: 995 
fatty acid sphingosine formation 
ganglioside 221: 1095 
liver kidney mRNA catechol methyl= 
transferase 223: 1049 
TRH degrading ectoenzyme 
224: 387 
Brainderived 
neurotrophic factor neurotrophin 3 
heterodimer 221: 67 
Brassica 
hydroxymethylglutaryICoA reductase 
kinase isoform 219: 743 
Breast 
cancer hormone dependent EGF 
receptor 221: 631 
cancer human MUC1 protein se= 
quence 224: 787 
Brevibacterium 
cholesterol oxidase flavin semiquinone 
222: 941 
Bufo 
egg jelly glycoprotein JGP 223: 223 
Bull 


boar Pl P2 protoamine phosphoryla= 
tion 223: 165 
Bullfrog 
RNase egg yolk granule 222: 215 
Butyophenol 
tyrosinase kinetics 222: 449 
Butyrylcholinesterase 
acetylcholinesterase gene expression 
rabbit 225: 115 
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Caco2 
cell culture lactase formation 
219: 539 
CAD 
protein proteolysis aspartate transcar= 
bamoylase 225: 845 
Cadaverine 
putrescine metab Trypanosoma 
226: 1019 
Cadherin 
E extracellular domain conformation 
calcium 223: 1019 
Cadmium 
aluminum albumin 220: 193 
ferredoxin iron replacement 222: 639 
oxidative phosphorylation potato 
tuber mitochondria 225: 897 
225: 907 225: 923 
Caffeine 
ATP calcium eS sarcoplasmic 
reticulum 221: 
Calcidiol 
hydroxylase kidney hydroxycalcidiol 
224: 335 
Calcineurin 
specificity phosphopeptide structure 
protein phosphatase 219: 109 
Calcitonin 
biol activity conformation 221: 1117 
eel conformation 222: 659 
Calcitriol 
calcidiol hydroxylase kidney 
224: 335 
fructose bisphosphatase turnover 
225: 433 
Calcium 
annexin V conformation dynamics 
225: 819 
ATPase conformation uncoupling 
urea betaine 221: 1103 
Bacillus lichenase thermostabilization 
222: 203 
binding ATPase cooperativity dode= 
cylmaltoside 223: 359 
binding heart troponin C myofilament 
226: 597 
binding site parvalbumin 222: 21 
channel gene mapping sequence ex> 
pression 220: 257 
channel gene sequence intestine rab= 
bit 222: 195 
channel inositol trisphosphate recep= 
tor liver 222: 229 
channel thyroid cell norepinephrine 
219: 837 
cytosolic lipid mobility membrane 
megakaryocyte 224: 423 
E cadherin extracellular domain 
conformation 223: 1019 
efflux platelets protein kinase C 
222: 693 
entry platelet protein kinase phos= 
pholipase 223: 543 
inositol phosphate metab muscle 
222: 955 
inositol trisphosphate T cell 
222: 515 
low alpha actinin sequence chicken 
223: 395 
mobilization inositol phosphate C2 
modification 223: 115 
oscillation sarcoplasmic reticulum 
caffeine ATP 221: 317 
oxoglutarate mitochondria aspartate 
formation 223: 751 
protein C activation thrombin 
223: 575 
transport ATPase muscle sarcoplasm= 
ic reticulum 225: 347 
transport RINmSF cell proton pump 
222: 869 
trypsinogen conformation stability 
223: 9 
Caldesmon 
erythrocyte 219: 503 
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Callose 
synthase pea cell membrane 
220: 943 
Calmodulin 
ATPase activation phospholipid 
erythrocyte 224: 873 
binding microtubule assocd protein 
Neurospora 226: 303 
binding synapsin phosphorylation 
224: 229 
gene CALM1 +" sequence 
human 225: 
like protein a adnd human epithelium 
226: 725 
Paramecium mutant non lethal 
222: 433 
phosphorylation EGF receptor kinase 
224: 909 
Rat! cell MARCKS protein 225: 549 
Calpain 
down regulation protein kinase C 
223: 259 
epidermal growth factor receptor 
proteolysis 223: 455 
protein kinase isoenzyme erythro> 
poiesis 225: 173 
Calphobindin 
I keratinocyte migration plasminogen 
activator 223: 901 
CaM 
kinase Gr oncoprotein 18 serine 
225: 53 


dependent protein kinase C phospho= 
rylation 223: 165 
glucocorticoid adipose lipogenic en= 
zyme 223: 893 
PACAP 38 formation neuroblastoma 
223: 147 
regulation Gs subunit mRNA 
219: 529 
regulatory protein operon sdaCB 
Escherichia 222: 901 
steroidogenic cell transcription gene 
CYPII1A1 222: 825 
Camphor 
cytochrome P450 carbonyl IR 
224: 1047 
Canaliculus 
liver ATP dependent transport recon= 
stitution 224: 345 
Cancer 
breast hormone dependent EGF 
receptor 221: 631 
daunorubicin efflux verapamil P 
glycoprotein 221: 363 
mammary pS2 protein basic FGF 
225: 1041 
P glycoprotein inhibitor mobile iono= 
phore 223: 125 
Candida 
arabinonolactone oxidase erythroas> 
corbate 225: 1073 
mannan monoclonal antibody epitope 
220: 973 
Capparis 
mabinlin stability sequence sweetness 
conformation 223: 989 
Capsicein 
conformation disulfide bridge NMR 
220: 427 
Capsid 
protein Semliki Forest virus thermo= 
protection 223: 791 
Carbamoyl 
amino acid amidohydrolase Pseudo> 
monas 223: 625 
phosphate ureagenesis amino acid 
glycogenesis 223: 553 
Carbamoylphosphate 
cooperativity Escherichia + 
transcarbamolyase 222: 775 
ornithine carbamoyltransferase coop= 
erativity Pseudomonas 221: 555 
Carbamoyltransferase 
ornithine allosterism aspartate Pseu= 
domonas 221: 555 


Carbodiimide 
modification phospholipase A2 activa= 
tion 223: 611 
Carbohydrate 
alpha amylase thermostability kinet= 
ics 226: 249 
alphal acid glycoprotein secretion 
Golgi 219: 1073 
chain structure zona pellucida giyco> 
protein 221: 491 
Carbon 
atom origin biotin formation Escher= 
ichia 220: 585 
monoxide dehydrogenase cofactor 
Hydrogenophaga urothione 
225: 1063 
13 NMR cytochrome c2 Rhodobacter 
221: 63 
Carbonic 
anhydrase chloroplast anion isotope 
effect 224: 901 
anhydrase inhibition mechanism 
crystallog review 219: 1 
CarbonmonoxylegHb 
secondary conformation NMR 
219: 611 
Carbonyl 
IR cytochrome P450 camphor 
224: 1047 
Carboxykinase 
phosphoenolpyruvate adipose glucose 
hormone 223: 893 
Carboxylase 
acetyl CoA adipose glucose hormone 
223: 893 


acetyl CoA gene sequence human 
219: 297 


acetyl CoA Pisum sensitivity quizalo 
fop 225: 1113 
ribulose bisphosphate Haloferax 
221: 863 
ribulose bisphosphate kinetics mul= 
tienzyme complex 226: 999 
Carboxylester 
lipase fatty acid ethyl ester 224: 57 
lipase pancreatic characterization 
salmon 226: 603 
Carboxylesterase 
thermostable Bacillus 221: 965 
Carboxypeptidase 
KEX1 Saccharomyces recombinant 
baculovirus 219: 647 
recombinant Saccharomyces hirudin 
degrdn 226: 341 
Y aminolysis hydrolysis mechanism 
pH 220: 149 
Y processing proteinase vacuole Sac> 
charomyces 220: 19 
Carcinoma 
kidney sulfotransferase hepatocyte 
growth factor 219: 407 
mammary inhibition polyamine 
221: 391 
Cardiolipin 
distribution mitochondria inner mem= 
brane 220: 871 
Carnitine 
ester liver mitochondria redox state 
220: 671 
Carnosine 
formation muscle 225: 617 
formation muscle culture 219: 43 
Carotenoid 
biosynthesis microorganism plant 
review 223:7 
Carrier 
citrate sodium symport Klebsiella 
20: 469 


Cartilage 
articular COMP protein thrombos= 
pondin | 223: 927 
articular keratan sulfate oligosacchar= 
ide keratanase 224: 281 
proteoglycan neutrophil phagocytosis 
221: 871 
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Casein 
kinase II formation lymphoid cell 
220: 521 
kinase II holoenzyme reconstitution 
autophosphorylation 220: 263 
kinase specificity protein phosphatase 
inhibitor 223: 647 
Cat 
alanine glyoxylate aminotransferase 
cDNA sequence 221: 53 
Catabolite 
inactivation fructose bisphosphatase 
Saccharomyces 222: 879 
Catalytic 
activity coordination multienzyme 
complex 220: 955 
Catechol 
methyltransferase gene sequence 
promoter human 223: 1049 
methyltransferase human sequence 
recombinant 222: 377 
Catecholamine 
exocytosis chromaffin cell botulin A 
232 32 
Cathepsin 
B yey prostate mammary gland 
31 


beta tA ree? cleavage 
Alzheimer 224: 
C digestion IGF II Oe: 179 
C urokinase plasminogen activator 
thrombin 223: 497 
G IGF I degrdn dimerization 
223: 617 
H inhibition stefan B analog 
224: 797 
L proteinase sequence Fasciola 
223: 91 
Cation 
lichenase complex crystal structure 
222: 203 
modulation chymotrypsin interaction 
trypsin inhibitor 225: 459 
Cattle 
arrestin binding domain metarhodop= 
sin II 226: 87 
brain pl2 protein gene sequence 
224: 417 
Golgi adaptor protein | sequence 
222: 33 
phosphatidylinositol kinase expression 
Schizosaccharomyces viability 
219: 775 
Cauliflower 
hydroxymethylglutarylICoA reductase 
kinase isoform 219: 743 
Cdc2 
protein kinase gene sequence Plasmo= 
dium 220: 693 
cDNA 
acetylcholinesterase sequence rabbit 
225: 115 
antigen CD2 sequence horse 
219: 969 
bilin binding protein sequence Pieris 
219: 855 
cloning proteinase inhibitor Pacifasta= 
cus 223: 389 
cytochrome P450 sequence mouse 
fetus 226: 877 
ecdysteroid receptor sequence Galleria 
221: 665 
FABP protein sequence muscle locust 
221: 801 
galactoside sialyltransferase chicken 
sequence 219: 375 
library expression protein screening 
ligand 226: 53 
lipase sequence human liver lysosome 
219: 905 
mannose lectin sequence Orchidaceae 
221: 769 
metalloproteinase sequence Echis 
224: 483 
neutrophil chemotactic protein platel= 
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et swine 221: 713 
nicein kalinin subunit sequence hu= 
man 219: 20° 
platelet activating factor receptor 
sequence 221: 211 
sequence alanine glyoxylate amino= 
transferase cat 221: 53 
sequence allergen LepdI Lepidogly= 
phus 225: 93 
sequence glucokinase inhibiting pro 
tein Xenopus 225: 43 
sequence leginsulin precursor soybean 
224: 167 
sequence Lumbricus actin modulating 
protein 225: 773 
sequence lutropin choriogonadotropin 
receptor rat 222: 753 
sequence mouse differentiation hi= 
stone H1 221: 421 
sequence natriuretic — receptor 
Anguilla 222: 835 
sequence ~— receptor protein 
rat 225: 
sequence solyADP ribose polymerase 
Sarcophaga 220: 607 
sequence porcine 17beta estradiol 
dehydrogenase 222: 221 
sequence salmon pancreatic carboxy= 
lester lipase 226: 603 
Syr —— v sequence lilac 
221: 18 
x... reductase 
sequence Magnaporthe 219: 985 
thimet oligopeptidase cloning se= 
quence pig 221: 159 
tropomyosin | transduction metab 
y) 
CDP 
abequose Salmonella enzymic synthe= 
sis 225: 863 
CD2 
antigen conserved sequence element 
219: 969 
CEBP 
acid glycoprotein gene transcription 
inflammation 222: 891 
CecropinA 
melittin hybrid permeabilization 
mitochondria membrane 224: 257 
Cell 
adhesion extracellular matrix SAA 
protein 223: 35 
adhesion laminin integrin binding 
225: 975 
adhesion poet von Willeb= 
rand factor 222: 86 
angiogenin expression Disctie 
angiogenesis 226: 483 
cycle oncoprotein 18 phosphorylation 
site 220: 359 


d EGF glycogen hepatocyte insulin 
221: 529 


differentiation alternative polyadeny= 
lation histone H1 221: 421 

differentiation endoderm acetyllacto= 
samine contg glycoprotein 
220: 385 

differentiation F9 G protein Rho 
223: 909 

GTP binding protein detection blot= 
ting 225: 99 

membrane glucan synthase pea 
220: 943 

membrane incorporation glycophorin A 
electropermeabilization 219: 1031 

nuclear antigen 7 expres= 
sion Oryza 223: 

proliferation queuine ae stress 
221: 979 

protein a aggregation ATP 
220: 2 

surface a adhesion human 
mouse 225: 1133 

transport iron transferrin computer 
program 222: 105 
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Centruroides 
neurotoxin soln structure 219: 89 
Ceramide 
sphingomyelin cerebroside formation 
226: 491 
Cerebroside 
formation pathway nerve sphingo= 
myelin 226: 491 
cGMP 
atriopeptin erythrocyte sodium proton 
exchange 221: 195 
dependent protein kinase fragment 
characterization 221: 581 
phosphodiesterase activation DGP 
bound transducin 220: 963 
somatotropin secretion C natriuretic 
peptide 222: 645 
CGRP 
conformation structure correction 
222: 1063 
Channel 
calcium gene ——— sequence ex> 
pression 220: 2 


erythrocyte bt al Serratia hemo= 


lysin A 223: 655 
gramicidin D multidrug resistance 
phenotype 222: 813 
Chaperone 
HSC70 recombinant 221: 121 
junior alpha crystallin review 225: | 
Ssa protein TRP3 folding yeast 
226: 657 
Chaperonin 
10 early pregnancy factor 222: 551 
10 60 Thermoanaerobacter purifn 
sequence 222: 277 
Characterization 
recognition site Streptomyces A1067 
methyltransferase 224: 431 
Charge 
electrostatic membrane insertion 
colicin A 220: 155 
Charlock 
cytochrome f 223: 481 
Chelation 
desferrioxamine hemochromatosis 
iron hemosiderin goethite 
225: 187 
Chemotactic 
neutrophil protein sequence platelet 
swine 221: 7 
Chicken 
avidin related gene sequence 
220: 615 
cystatin conformation inhibition 
folding 224: 407 
galactoside sialyltransferase cDNA 
sequence 219: 375 
low calcium alpha actinin sequence 
223: 395 
promoter sequence protein RIHB 
gene 224: 931 
Chimera 
human cytochrome P4501A family 
yeast 225: 1005 
human Jun leucine zipper method 
219: 877 
Chirality 
mithramycin phosphatidylcholine 
bilayer membrane 221: 1063 
Chiamydia 
lipopolysaccharide epitope expression 
Escherichia Salmonella 222: 183 
Chlamydomonas 
heat shock protein chloroplast assocn 
222: 1041 
iron hydrogenase induction localiza= 
tion 222: 769 
photosystem II hexadecenoate phos= 
phatidylglycerol 226: 473 
site specific endonuclease ICeul 
220: 85 
Chloroperoxidase 
vanadium kinetics stability Curvularia 
225: 15 
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Chlorophyll 
b formation formyl oxygen plant 
219: 671 
protein corn chloroplast lipid distri= 
bution 221: 721 
synthetase stereospecificity chloro= 
phyllide deriv 219: 267 
Chlorophyllide 
deriv chlorophyll synthetase stereo> 
specificity 219: 267 
Chloroplast 
adenylate kinase primary structure 
maize 222: 949 
assocn heat shock protein Chlamydo= 
monas 222: 1041 
carbonic anhydrase anion isotope 
effect 224: 901 
corn lipid distribution chlorophyll 
protein 221: 721 
elongation factor Tu tRNA specificity 
219: 435 
fructose bisphosphatase reductive 
activation conformation 222: 467 
import acyl carrier protein 224: 743 
multienzyme complex ribulosebis= 
ay carboxylase kinetics 
226: 999 
pea DNA replication oriA 220: 933 
precursor protein stromal processing 
peptidase 221: 523 
protein import unfolding 225: 403 
cHMGI1 
protein phosphorylation DNA binding 
insect 225: 687 
CHO 
cell reactive oxygen electropermeabili= 
zation 223: 2 
Cholecystokinin 
sequence evolution frog turtle 
224: 691 
Cholesterol 
hydroxylase hydroxylation hydroxy= 
cholesterol liver microsome 
224: 309 
oxidase flavin semiquinone Brevibac> 
terium 222: 941 
oxytocin receptor reconstitution pro> 
teoliposome 220: 559 
Chondrocyte 
attachment COMP = thrombos= 
pondin | 223: 927 
fluorodeoxyglucose keratan sulfate 
proteoglycan 219: 1063 
Chondroitin 
sulfate inter alpha trypsin inhibitor 
221: 881 
Choriogonadotropin 
lutropin receptor cDNA sequence rat 
222: 753 
Chorionic 
gonadotropin receptor mRNA rat 
ovary 222: 753 
Chromaffin 
cell catecholamine exocytosis botulin A 
222: 325 
uridine transport adenine nucleotide 
225: 355 
Chromatium 
polyhydroxyalkanoate synthase 
226: 71 
Chromosome 
3 histamine H1 recéptor gene 
224: 489 
Chymotrypsin 
conformation heat stability salting in 
219: 231 
interaction trypsin inhibitor modula 
tion cation 225: 459 
subtilisin inhibitor SIL8 Streptomyc= 
es sequence 226: 627 
Cinnamate 
hydroxylase recombinant plant 
222: 843 
hydroxylase specificity Helianthus 
224: 835 
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Circulating 
cathodic antigen polysaccharide 
Schistosoma Lewis 225: 467 
Cisplatin 
DNA adduct soln structure 
225: 1169 
Citrate 
sodium symport carrier Klebsiella 
220: 469 
Citrobacter 
polysaccharide structure glycerol 
phosphate 219: 653 
Clarias 
gonadotropin releasing hormone gene 
sequence 222: 541 
Clavibacter 
pathogen pseudothionin St! inhibitor 
223: 135 
Cleavage 
UV DNA cobalt bleomycin 220: 173 
Cloning 
abrin A chain 219: 83 
cDNA proteinase inhibitor Pacifasta= 
cus 223: 389 
Escherichia alpha glucosidase gene 
Bacillus 220: 293 
Escherichia Hb gene Vitreoscilla 
energy 219: 201 
Escherichia protein S8 gene Thermus 
223: 437 
Escherichia recombinant metallo= 
thionein sea urchin 225: 449 
expression Orconectes crustacean 
hyperglycemic hormone 224: 623 
fission yeast oo protein Saccha= 
romyces 219: 775 
gene bglA glucanase Rhodothermus 
224: 923 
gene ferredoxin NADP reductase pea 
225: 677 
gene histone HI tomato 223: 693 
gene hydroxyisocaproate dehydroge= 
nase Lactobacillus 224: 439 
gene IgE receptor 220: 593 
gene phosphomannose isomerase 
human 219: 415 
neurokinin receptor gene Semliki 
virus 224: 917 
ry gene Avena Escherichia 
223: 6 
spuabemaniiuiiete tobacco methio= 
nine enrichment 226: 385 
plasminogen activator inhibitor purifn 
224: 125 
Sarcophaga polyADP ae polymer 
ase Escherichia 220: 607 
thimet oligopeptidase cDNA pig 
221: 159 
triose phosphate isomerase gene 
Leishmania 220: 331 
troponin I C human Escherichia 
225: 1195 
ubiquinone oxidoreductase gene hu= 
man 219: 277 
yeast —— neurotoxin gene 
223: 637 
Clostridium 
gene mgm methylene glutarate mu= 
tase 221: 10] 
histolyticum clostripain substrate 
subsite specificity 223: 865 
methylaspartate mutase characteriza= 
tion gene sequence 226: 577 
phosphatidylglycerol acetal plasmalo= 
gen 223: 957 
phosphoaminopropanediol contg 
diradylglyceroglycolipid membrane 
lipid 223: 879 
Clostripain 
substrate subsite specificity Clostridi= 
um histolyticum 223: 865 
Clusterin 
TRPM2 gene sequence rat human 
221: 917 


CMPacetylneuraminic 
acid hydroxylase liver submandibular 
gland 219: 1001 
CoA 
acyl lysophosphatidylcholine acyl= 
transferase affinity photolabel 
220: 1013 
chloroplast ACP import holoACP 
synthase 224: 743 
ester liver mitochondria redox state 
220: 671 
Coagulation 
protein venom Trimeresurus binding 
224: 703 
Cobalamin 
demethylase system photometric 
detn Holophaga 226: 945 
methyltetrahydromethanopterin 
CoM methyltransferase sodium 
226: 799 
Cobalt 
albumin metal site 220: 193 
bleomycin cleavage DNA UV 
220: 173 
substituted serum amine oxidase 
222: 727 
Coeff 
flux control mitochondria electron 
transport 226: 819 
Coenzyme 
B12 glutamate mutase sequence Clos> 
tridium 226: 577 
B12 methylene glutarate mutase 
sequence 221: 101 
F390 synthetase Methanobacterium 
226: 185 
glutaconate transferase gene sequence 
Acidaminococcus 226: 41 
M methyltetrahydromethanopterin 
methyltransferase sodium Metha> 
nobacterium 226: 465 
metab connectivity theorem 
225: 179 


Cofactor 
molybdenum dimethylsulfoxide re= 
ductase Rhodobacter 225: 321 
Cold 
adaptation mitochondria UCP protein 
nucleotide 223: 971 
Colicin 
A membrane insertion electrostatic 
charge 220: 155 
E9 nuclease domain overprodn char= 
acterization 220: 447 
OmpF porin interaction 224: 723 
Collagen 
Kunitz protease inhibitor gene se= 
quence 225: 573 
signal transduction phosphoproteins 
p72syk platelet 226: 243 
supercoiling conformation nitrogen 
15 NMR 224: 729 
type V crosslinking site 224: 943 
V processing diversity human 
221: 987 
VI chain alphal alpha2 correction 
222: 1064 
VI chain alphal alpha2 kidney 
221: 177 
VI gene promoter sequence human 
223: 675 


Collagenase 
precursor processing mast cell 
223: 171 
stromelysin gene human different 
regulation 222: 651 
Colon 
heat stable enterotoxin receptor 
219: 727 
Colorectal 
adenoma enzyme O glycan formation 
222: 415 
Comamonas 
quinohemoprotein ethanol dehydroge= 
nase kinetics 226: 537 
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COMP 
protein articular cartilage 223: 927 
Complement 
CSa structure receptor binding 
219: 897 
Complementation 
galactose Saccharomyces hexose= 
phosphate mutase family 220: 83 
Complex 
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glucosamine phosphate allosteric site 
tyrosine 220: 409 
Decarboxylase 
amino acid pyridoxal phosphate de> 
pendent 221: 997 
ornithine degrdn antizyme protein 
226: 547 
pyruvate dissocn unfolding Zymomo= 
nas 224: 651 
Defensin 
gene sequence mapping transcription 
Drosophila 221: 201 
Defensive 
peptide frog skin 219: 145 
Dehydrogenase 
alc gene sequence stomach human 
224: 549 


alc isoform sequence hagfish 
225: 1081 

alc sequence function liver ostrich 
224: 373 

alc thermostable gene sequence Bacil= 
lus 222: 345 

alc zinc structure 225: 1015 

carbon monoxide cofactor Hydrogeno= 
phaga urothione 225: 1063 

conformation perturbation protein 
221: 77 

estradiol 17beta porcine cDNA se> 
quence 222: 221 

ethanol quinohemoprotein kinetics 
Comamonas 226: 537 

formaldehyde octanol gene sequence 
Drosophila 225: 985 

formylmethanofuran molybdenum 
tungsten isoenzyme methanobacte> 
ria 220: 477 

formylmethanofuran thermodn redox 
potential Methanobacterium 
226: 811 
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Dideoxygalactose 
CDP Salmonella enzymic synthesis 
225: 863 
Differentiation 
F9 cell G protein Rho 223: 909 
histone H| cDNA sequence mouse 
221: 421 
muscle type myosin isoform 223: 249 
Digitalis 
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polyADP ribose endoglycosidic mech= 
anism 220: 36 
Glycolate 
glycine conversion peroxisome mul= 
tienzyme complex 220: 165 
Glycolipid 
aminophospho structure Clostridium 
membrane lipid 223: 879 
sulfotransferase hepatocyte growth 
factor 219: 407 
verotoxin binding 223: 873 
Glycolysis 
ethanol metab liver 225: 557 
Saccharomyces Grrl 224: 605 
Glycopeptide 
substrate core | galactosyltransferase 
activity 221: 1039 
Glycophorin 
A electropermeabilization cell mem= 
brane incorporation 219: 1031 
Glycoprotein 
acetyllactosamine contg endoderm 
cell differentiation 220: 385 
acid gene CEBP transcription inflam= 
mation 222: 891 
alpha! acid secretion Golgi hepato= 
cyte 219: 1073 
alpha2 HS processing hepatocyte 
97 59 


angiotensin AT2 receptor uterus 
220: 919 
biliary gene transcription control 
human 223: 529 
complex binding site dystrophin 
220: 283 
envelope modeling bovine leukemia 
virus 222: 405 
formation secretion lupine seed con= 
glutin 222: 387 
GPilb GPIlla fibrinogen conforma 
tion 224: 803 
gp160env processing Kex2p HIV1 
virus 225: 565 
JGP Bufo egg jelly 223: 223 
P expression hepatoma mdr gene 
219: 521 
P inhibitor cancer mobile ionophore 
223: 125 
P ion channel gramicidin interaction 
222: 813 
P verapamil daunorubicin efflux 
cancer 221: 363 
structure fucosyltransferase HEL cell 
225: 159 
variable surface gene sequence Trypa= 
nosoma 223: 813 
zona pellucida carbohydrate chain 
structure 221: 491 
Glycosidase 
RNA active site residue trichosanthin 
221: 787 
Glycosome 
Leishmania recombinant glyceraldeh= 
yde phosphate dehydrogenase 
225: 143 
Glycosylation 
adrenergic receptor immunochem 
detection human 224: 761 
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AMPA receptor subunit ligand bind= 
ing 223: 665 
BiP protein protein secretion Saccha= 
romyces 222: 631 
IgE receptor 220: 593 
plasminogen activator EGF domain 
mutation 219: 331 
platelet factor 4 223: 203 
Torpedo nicotinic acetylcholine recep= 
tor 220: 1005 
Glycosyltransferase 
colorectal adenoma progression 
222: 415 
Glycylphenylalaninenaphthylamide 
lysosome autophagosome 221: 595 
Glyoxylate 
alanine aminotransferase cDNA se= 
quence cat 221: 53 
Glyoxysome 
fatty acid beta oxidase domain 
226: 909 
prenyl Dnaj protein cucumber heat 
219: 57 


GMP 
dialdehyde hypoxanthine guanine 
phosphoribosyltransferase 
223: 595 
GMI 
galactosidase stimulation sphingolipid 
activator protein 222: 8 
Goethite 
iron hemosiderin hemochromatosis 
desferrioxamine chelation 
225: 18 
Gold 
albumin cysteine conformation 
225: 363 
cluster labeling phenylalanine tRNA 
219: 65 
Golgi 
adaptor protein | sequence cattle 
222: 33 
alphal acid glycoprotein secretion 
hepatocyte 219: 1073 
app sage pee formation 
225: 
me. te inositol sphingolipid 
225: 641 
vesicle liver sialyltransferase asialoGM 
221: 603 
Gonadotropin 
releasing hormone gene sequence 
Clarias 222: 541 
GPIlIb 
glycoprotein GPIIla fibrinogen con= 
formation 224: 803 
GPlilla 
glycoprotein GPIIb fibrinogen confor= 
mation 224: 803 
Gpi30 
transducer formation interleukin 6 
receptor 223: 265 
Gp160env 
glycoprotein processing Kex2p HIV! 
virus 225: 565 
Gp63 
Leishmania expression sinefungin 
resistance 223: 61 
Grain 
softness protein gene sequence wheat 
223: 917 
Gramicidin 
D channel multidrug resistance phe= 
notype 222: 813 
Granulocyte 
stimulating factor receptor gene se= 
quence 220: 881 
Greening 
corn leaf chlorophyll formation oxygen 
219: 671 
Growth 
differentiation process gene targeting 
review 226: 739 
factor insulin like mRNA leader 
226: 1039 
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hormone gene silencer binding protein 
225: 419 
hormone rat transcription factor 
NF1 219: 799 
hormone trisulfide bridge biosynthetic 
219: 365 
Gs 
short long form isoproterenol desensi= 
tization 226: 193 
subunit mRNA cAMP regulation 
219: 529 
GTP 
analog binding G protein 221: 25 
binding protein activation prostaglan= 
din receptor 224: 161 
binding protein blotting renaturation 
detergent 225: 99 
interaction magnesium microtubule 
assembly 222: 163 
21000 protein signal 225: 1203 
Guanidine 
hydrochloride lactate dehydrogenase 
reverse micelle 221: 1027 
Guanine 
adenine mismatch DNA conformation 
stability 220: 717 
adenine mismatch RNA DNA confor= 
mation 220: 703 
Guany!l 
cyclase membrane rod 222: 589 
Habu 
snake coagulation protein binding 
224: 703 
Hagfish 
alc dehydrogenase isoform sequence 
225: 1081 
Hairpin 
conformation methylation Strepto= 
myces A1067 methyltransferase 
224: 431 
Haloarcula 
ribosome protein sequence 221: 779 
Halobacterium 
ribosome protein LS L18 sequence 
221: 779 
Haloferax 
ribosome protein sequence 221: 779 
ribulose bisphosphate carboxylase 
221: 863 
Halothane 
hepatitis lipoate autoantigen pyruvate 
dehydrogenase 223: 1035 
liver -<? ‘a leukotriene B4 
219: 
Hamster 
gene ISGS4K interferon response 
element 220: 395 
Hansenula 
nitropropane dioxygenase gene se= 
quence 226: 841 
Hatching 
metalloproteinase gene sequence sea 
urchin 219: 845 
Hb 


function extreme life condition review 
223: 309 
Vitreoscilla gene cloning Escherichia 
energy 219: 201 
HDL 
apolipoprotein polymorphonuclear 
leukocyte atherosclerosis 222: 965 
Heart 
adenine nucleotide storage form 
purinogen 220: 663 
membrane G protein insulin 
219: 325 
troponin C calcium binding myofila= 
ment 226: 597 
Heat 
prenyl Dnaj protein glyoxysome cu= 
cumber 219: 57 
shock protein assocn chloroplast 
Chlamydomonas 222: 1041 
shock protein ATPase regulation 
HSJ1 226: 99 
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shock protein review 219: 11 
stability chymotrypsin salting in 
219: 231 
stability protein yeast trehalose 
219: 187 
stability RNase Tl tryptophan mu= 
tant 220: 527 
stable enterotoxin receptor colon 
219: 727 
tolerance yeast trehalose genetics 
219: 179 
HEL 
cell fucosyltransferase glycoprotein 
structure 225: 159 
Helianthus 
cinnamate hydroxylase specificity 
224: 835 
Helical 
conformation lipid transfer protein 
corn 222: 1047 
Helicase 
RNA tamarillo mosaic potyvirus 
224: 677 
TrwC conjugation DNA transfer 
226: 403 
Heme 
cytochrome c coordination redn 
225: 311 
cytochrome peroxidase hydrogen 
bond histidine 224: 81 
liver mifepristone 225: 651 
methionine conformation cytochrome 
cL 223: 783 
methionine NMR Rhodocyclus ferri= 
cytochrome c551 219: 663 
0 coordination redox cytochrome bo 
219: 595 
protein secondary conformation NMR 
221: 63 
Hemochromatosis 
iron hemosiderin goethite desferrioxa= 
mine chelation 225: 187 
Hemocyanin 
epitope location Panulirus 222: 155 
Hemolymph 
annular protein keyhole limpet 
225: 521 
Hemolysin 
A Serratia erythrocyte membrane 
channel 223: 655 
Proteus Morganella pore membrane 
220: 339 
Hemosiderin 
iron goethite hemochromatosis desfer= 
rioxamine chelation 225: 187 
Hep 
G2 cell LDL metab endotoxin 
220: 349 
Heparan 
sulfate proteoglycan heparinase skin 
223: 211 
Heparin 
FGF conformation 222: 425 
phospholipase A2 binding inhibition 
221: 481 
Heparinase 
heparan sulfate proteoglycan skin 
223: 211 
Hepatitis 
B surface antigen cysteine mutation 
222: 121 
halothane lipoate autoantigen pyru= 
vate dehydrogenase 223: 1035 
Hepatocyte 
alpha2 HS glycoprotein processing 
226: 59 
ATP metab pyruvate kinase almitrine 
224: 967 
glucokinase expression glucose metab 
222: 533 


glucokinase gene insulin development 
223: 371 


glycogen formation insulin EGF 
221: 529 
growth factor glycolipid suifotransfer= 
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ase 219: 407 
LDL endotoxin lipoprotein free plas= 
ma 220: 349 
membrane ATPase 226: 971 
nuclear factor estrogen receptor chim= 
era 225: 441 
secretion alphal acid glycoprotein 
Golgi 219: 1073 
Hepatoma 
glucokinase expression glucose metab 
222: 533 
liver cytochrome P450 2a family 
219: 791 
mdr gene P glycoprotein expression 
219: 521 
Herbicide 
aryloxyphenoxypropionate pea acetyl 
CoA carboxylase 225: 1113 
Herpes 
virus thymidine kinase active site 
226: 219 
Heterodimer 
platelet growth factor receptor auto> 
phosphorylation 225: 29 
Heterodisulfide 
hydrogen oxidoreductase Methano= 
bacterium 220: 139 
reductase gene sequence Methanobac= 
terium 225: 253 
reductase subunit cytochrome b 
Methanosarcina 221: 855 
Hexadecenoate 
phosphatidylglycerol photosystem II 
Chlamydomonas 226: 473 
Hexokinase 
muscle elec stimulation 219: 307 
Hexosephosphate 
mutase gene sequence Saccharomyces 
220: 83 
High 
pH ATPase erythrocyte regulation 
220: 1029 
HiPIP 
I protein structure Ectothiorhodospira 
225: 703 
Hirudin 
degrdn recombinant Saccharomyces 
carboxypeptidase 226: 341 
fragment Hirudinaria conformation 
thrombin inhibition 226: 323 
tyrosine sulfotransferase Eubacterium 
thrombin inhibition 223: 243 
Hirudinaria 
hirudin fragment conformation 
thrombin inhibition 226: 323 
Hirudo 
hirustasin antistasin serine proteinase 
inhibitor 219: 937 
Hirustasin 
Hirudo antistasin serine proteinase 
inhibitor 219: 937 
Histamine 
H1 receptor gene sequence human 
224: 489 
Histidine 
cytochrome peroxidase heme hydrogen 
bond 224: 81 
elongation factor Tu aminoacyl tRNA 
220: 739 
oxidn glycated insulin copper 
223: 759 
pK apotransferrin pH 220: 781 
Histone 
gene H12 promoter sequence human 
223: 567 
H1 cDNA sequence mouse differenti= 
ation 221: 421 
H1 gene cloning sequence tomato 
223: 693 
H1 gene regulation development 
review 225: 501 
H1zero gene promoter expression 
acetylation 224: 885 
HIV 
reverse transcriptase equine anemia 
virus 219: 977 


HIV1 
nef protein cleavage protease 
223: 589 
protease complex DMP 323 virustat 
219: 707 
virus gp160env glycoprotein process= 
ing Kex2p 225: 565 
virus Nef protein stability 221: 811 
HLA 
assocd protein PHAPII homol fuctinin 
224: 47 


Hoechst 
33258 DNA complex crystal structure 
222: 721 
HoloACP 
synthase CoA adenosine bisphosphate 
chloroplast 224: 743 
Holophaga 
demethylase system photometric 
detn cobalamin 226: 945 
Homeobox 
gene sequence evolution sponge 
221: 219 
Homologous 
pairing recl protein ATPase Ustilago 
219: 865 
Homopurine 
homopyrimidine tract gene transcrip> 
tion inhibition 226: 831 
Homopyrimidine 
homopurine tract gene transcription 
inhibition 226: 831 
Homotrypanothione 
Trypanosoma 226: 1019 
Hookworm 
acetylcholinesterase mol form 
219: 317 
Hordothionin 
barley protein formation inhibition 
initiation 219: 425 
Hormone 
adipokinetic biosynthesis posttransla= 
tional processing 219: 781 
dependent breast cancer EGF recep= 
tor 221: 631 
glucose lipogenic enzyme adipose 
223: 893 
growth rat transcription factor NF1 
219: 799 
independent gene expression Ets 
protein 223: 997 
lactase formation Caco? cell 
219: 539 
Orconectes crustacean hyperglycemic 
cloning expression 224: 623 
peptide plant candidate soybean 
leginsulin 224: 167 
PPAR receptor transcription fatty 
acid 225: 967 
Horse 
antigen CD2 cDNA sequence 
219: 969 
Hsc70 
ATPase regulation HSJ1 protein 
226: 99 
mRNA U14 RNA processing mouse 
226: 765 
protein recombinant 221: 121 
HSJ1 
protein regulation hsc70 ATPase 
226: 99 
Hsp27 
protein phosphorylation intracellular 
localization oligomerization 
221: 327 
Hsp70 
ATP precursor protein import mito> 
chondria 220: 9 
binding protein antigen Mycobacteri= 
um 222: 65 
Human 
acetyl CoA carboxylase gene sequence 
219: 297 
alk phosphodiesterase I sequence 
expression 226: 433 
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biliary ag oy gene transcription 
control 223: 

breast cancer MuUC 1 protein sequence 
224: 787 

calcium channel subunit gene 
220 257 

calmodulin gene CALM1 pseudogene 
sequence 225: 71 

catechol methyltransferase gene se= 
quence promoter 223: 1049 

catechol a sequence 
recombinant 2°22: 377 

collagen V processing diversity 
221: 987 

collagen VI gene promoter sequence 
223: 67 

cytochrome P450scc gene CRE ele= 
ment 222: 825 

cytochrome P4501A family chimera 
yeast 225: 1005 

cytokeratin gene pseudogene promot= 
er enhancer 225: 61 

cytomegalovirus protease active cleav= 
age site 226: 361 

dihydrolipoamide succinyltransferase 
gene pseudogene sequence 
224: 179 

DNA polymerase primase subunit 
sequence 222: 781 

dopachrome tautomerase gene mela= 
nocyte sequence 219: 127 

D2S dopamine receptor gene Saccha= 
romyces 226: 697 

epimorphin cell surface adhesion 
225: 1133 

epithelium calmodulin like protein 
enzyme 226: 725 

fetal antigen | structure expression 
225: 83 

follistatin relation protein gene se= 
quence 225: 937 

furin catalytic domain homol model= 
ing 222: 255 

galactosyltransferase sialyltransferase 
Saccharomyces endoplasmic reticu= 
lum 220: 809 

gene PTGS2 sequence mapping 
221: 889 

glucose phosphate dehydrogenase 
gene promoter 226: 377 

glutathione transferase isoenzyme 
224: 893 

histamine H1 receptor gene sequence 
224: 489 

histone gene H12 promoter sequence 
223: 567 

hu3A adrenergic receptor immuno= 
chem detection 224: 761 

immunodeficiency virus neg factor 
cleavage 223: 589 

Jun leucine zipper chimera method 
219: 877 

leukosialin gene transcription Sp] 
repression 223: 319 

liver lectin gene HIP sequence 
224: 2 

liver lysosome lipase 219: 905 

monocyte zinc induced metallothion= 
ein sequence 220: 105 

myristoyl CoA protein myristoyltrans= 
ferase polyhistidine 222: 137 

nicein kalinin subunit cDNA sequence 
219: 209 

nitric oxide synthase gene sequence 
223: 719 

osteosarcoma cell osteocalcin gene 
transcription 224: 11 

oxosteroid reductase gene sequence 
219: 357 

parathyroid hormone processing 
signal correction 225: 1229 

parathyroid hormone processing 
signal Escherichia 220: 893 

phosphomannose isomerase gene 
cloning sequence 219: 415 
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plasminogen recombinant kringle 
binding aminocarboxylate 
219: 455 
POU domain gene mPOU sequence 
220: 753 
protein p44 gene sequence interferon 
224: 877 
rat mouse phospholipase A2 receptor 
225: 375 
rat TRPM2 clusterin gene sequence 
221: 917 
serine threonine protein kinase DBK 
225: 695 
stallion P1 P2 protoamine phosphory= 
lation 223: 165 
stomach alc dehydrogenase gene 
sequence 224: 549 
stromelysin collagenase gene different 
regulation 222: 651 
synaptobrevin II cleavage tetanus 
toxin 222: 173 
thromboxane synthase gene sequence 
mapping 224: 273 
transcription factor CTF NF1 silencer 
219: 799 
— : ho prepn Escherichia 
225: 
ghee aii gene clon= 
ing sequence 219: 277 
vitamin D receptor nucleus localiza= 
tion 223: 381 
Hu3A 
human adrenergic receptor immuno= 
chem detection 224: 761 
Hybrid 
sodium ATPase Escherichia Propioni= 
genium characterization 222: 615 
Hydration 
collagen helix stability hydrogen 
bond 224: 729 
Hydrazine 
reaction prostaglandin H synthase 
226: 445 
Hydrogen 
bond collagen helix stability hydration 
224: 729 
bond histidine heme cytochrome 
peroxidase 224: 81 
bond lectin galectin methyl lactoside 
223: 107 
heterodisulfide oxidoreductase Meth= 
anobacterium 220: 139 
peroxide assay peroxidase oxidase 
reaction 223: 489 
peroxide cytochrome bo 226: 731 
peroxide vasculature muscle AP1 
tocopherol 226: 393 
Hydrogenase 
electron transfer cytochrome c553 c3 
221: 821 
induction localization iron Chlamydo= 
monas 222: 769 
3 subunit precursor processing Es= 
cherichia 220: 377 
Hydrogenophaga 
carbon monoxide dehydrogenase 
cofactor urothione 225: 1063 
Hydrolysis 
mechanism carboxypeptidase Y pH 
220: 149 
Hydrophilic 
domain glucose transporter secondary 
structure 219: 945 
Hydrophobicity 
isopropylmalate dehydrogenase con= 
formation thermostability Ther= 
mus 220: 275 
Hydroxycalcidiol 
calcidiol hydroxylase kidney 
224: 335 
Hydroxycarboxylate 
viologen oxidoreductase Proteus 
222: 1025 
Hydroxycholesterol 
hydroxylation liver microsome choles= 
terol hydroxylase 224: 309 
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Hydroxyecdysone 
regulation gene E75 development 
Galleria 221: 665 
Hydroxyglutarate 
operon Acidaminococcus glutaconate 
coenzyme transferase 226: 41 
Hydroxyisocaproate 
dehydrogenase gene cloning sequence 
Lactobacillus 224: 439 
dehydrogenase substrate specificity 
223: 857 
Hydroxyl 
radical platelet activation 221: 695 
Hydroxylase 
calcidiol kidney hydroxycalcidiol 
224: 335 
cholesterol hydroxylation hydroxy= 
cholesterol liver microsome 
224: 309 
cinnamate recombinant plant 
222: 843 
cinnamate specificity Helianthus 
224: 835 
CMPacetylneuraminic acid liver 
submandibular gland 219: 1001 
Hydroxylation 
ergopeptide cytochrome P450 3A 
223: 947 


hydroxycholesterol liver microsome 
cholesterol hydroxylase 224: 309 
Hydroxymethylglutaryl 
CoA reductase gene sequence zygo> 
mycetes 220: 403 
HydroxymethylglutarylICoA 
reductase kinase isoform cauliflower 
219: 743 
reductase kinase phosphorylation 
AMP liver 219: 751 
Hydroxymethyltransferase 
serine arginine active site 225: 395 
Hydroxyphenylacetate 
phenylacetate metab Pseudomonas 
221: 375 
Hydroxypyruvate 
reductase gene sequence Hyphomicro= 
bium 223: 727 
Hydroxyretinal 
isoform eye insect 226: 691 
Hyperglycemic 
hormone crustacean Orconectes clon= 
ing expression 224: 623 
Hypersensitive 
site DNasel rat pyruvate kinase 
220: 301 
Hyperthermophilic 
Thermococcus arom aminotransferase 
isoenzyme 220: 543 
Hyphomicrobium 
hydroxypyruvate reductase gene 
sequence 223: 727 
Hypoxanthine 
guanine phosphoribosyltransferase 
GMP dialdehyde 223: 595 
Hypoxic 
stress queuine cell proliferation 
221: 979 
HI 
histone cDNA sequence mouse differ= 
entiation 221: 421 
histone gene regulation development 
review 225: 501 


macroglobulin receptor gene sequence 
819 


Streptococcus 220: 
IgE 
receptor glycosylation gene cloning 
220: 593 


IGF 
I degrdn dimerization cathepsin G 
223: 617 
Il mRNA polysome localization 
222: 1017 
II substrate dipeptidylpeptidase I 
226: 179 


receptor signaling SHC protein 
223: 195 
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Iguana 
RNase sequence pancreas 219: 641 
Immunity 
protein colicin E9 nuclease recombi> 
nant 220: 447 
Immunobiol 
toxicity Porphyromonas lipid A 
219: 737 
Immunochem 
detection human hu3A adrenergic 
receptor 224: 761 
Immunotoxin 
monensin serum protein interaction 
219: 469 
Import 
acyl carrier protein chloroplast 
224: 743 
alanine glyoxylate aminotransferase 
mitochondria cat 221: 5 
mitochondria succinate dehydroge= 
nase FAD 222: 983 
precursor protein ATP Hsp70 mito= 
chondria 220: 9 
protein chloroplast unfolding 
225: 403 
urate oxidase signal peroxisome rat 
223: 141 


In 
vitro synthesis disialoganglioside 
221: 603 


Independent 
hormone gene expression Ets protein 
223: 997 
Indole 


acetic acid binding glutathione trans= 


ferase 226: 619 
Indoleglycerol 
phosphate synthase folding yeast 
226: 657 
Infection 
development pseudothionin Stl gene 
expression 223: 135 
Inflammation 
acid glycoprotein gene CEBP tran= 
scription 222: 891 
Inhibin 
activin gene sequence transcription 
ox 226: 751 
Inhibition 
conformation folding chicken cystatin 
224: 407 
Inhibitor 
alpha amylase domain B barley 
221: 277 
pathogen pseudothionin St! peptide 
potato 223: 135 
plasminogen activator gene P box 
220: 63 
protein C seminal plasma 
220: 4 
Inositol 
monophosphatase pyrene maleimide 
ligand interaction 222: 453 


phosphate C2 modification biol activ= 


ity 223: 115 
phosphate metab muscle calcium 
222: 955 
polyphosphate phosphorylation de> 
phosphorylation kinase phospha= 
tase 226: 561 
sphingolipid Saccharomyces Golgi 
vacuole 225: 641 
trisphosphate calcium T cell 
222: 5 
trisphosphate receptor calcium chan 
nel liver 222: 229 
Insect 
cHMGI protein phosphorylation 
DNA binding 225: 687 
eye hydroxyretinal isoform 226: 691 
Insecticidal 
crystal protein promoter glucosidase 
cloning 220: 293 
Insulin 
binding globulin soybean phosphory= 


Eur. J. Biochem., Vols. 219-226, 1994 


lation leginsulin 224: 167 

G protein heart membrane 219: 325 

glucokinase gene hepatocyte develop= 
ment 223: 371 

glucose adipose lipogenic enzyme 
223: 893 

glycated histidine oxidn copper 
223: 759 

glycogen formation hepatocyte EGF 
221: 529 

like growth factor mRNA leader 
226: 1039 

PPAR receptor transcription fatty 
acid 225: 967 

receptor binding domain 221: 1127 

receptor kinase human substrate 
selection 226: 525 

receptor signaling SHC protein 
223: 195 

receptor tyrosine kinase phosphoryla= 
tion electrostatic 224: 115 

related peptide gene sequence locust 
221: 4 


Integrin 


alphalbetal alpha2betal laminin 
binding 225: 975 

betal propolypeptide von Willebrand 
factor 222: 861 

beta3 epitope antibody platelet en= 
dothelium 222: 743 

beta3 expression melanoma metasta= 
sis 220: 485 

domain protein VCAM1 melanoma 
metastasis 226: 517 


Inter 


alpha trypsin inhibitor chondroitin 
sulfate 221: 881 


Interaction 


monensin immunotoxin serum protein 
219: 469 


Interfacial 


reaction lipoxygenase arachidonate 
micelle 222: 285 


Interferon 


alpha nuclear factor gene 202 
221: 731 

gene promoter stimulation Daudi cell 
219: 547 

gene protein p44 human 224: 877 

response element gene ISG5S4K ham= 
ster 220: 395 

tyk2 kinase activation 223: 427 


616 gene IRE transcription conforma= 


tion 220: 493 


Interleukin 


four functional site monoclonal anti= 
body 222: 491 

| PGE2 synovium phospholipase A2 
226: 125 

2 receptor refolding recombinant 
Escherichia 223: 285 

4 antagonist lymphocyte interleukin 
13 225: 659 

5 receptor isothiazolone deriv 
225: 635 

6 degrdn dimerization monocyte 
protease 223: 617 

6 glucocorticoid metallothionein 
amniotic cell 223: 411 

6 peptide soln structure 219: 97 

6 receptor transducer gp130 formation 
223: 265 


Intermembrane 


space mitochondria precursor protein 
import 220: 9 


Internalization 


m4 muscarinic receptor activation 
222: 525 


Interphase 


S phase histone gene expression 
223: 567 


Intestine 


calcium channel gene sequence rabbit 
222: 195 
mucosa rat fuctinin purifn 224: 47 
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small rat development gene expression 
223: 701 
vitamin D receptor polyamine 
219: 349 
Intracellular 
localization protein hsp27 phosphory= 
lation 221: 327 
Intron 
es at. RNA hsc?0 mouse 
226: 
lon 
channel gramicidin P glycoprotein 
interaction 222: 813 
conductance membrane keyhole lim= 
pet protein 225: 521 
DNA binding lac repressor thermodn 
226: 869 
Ionization 
state dihydrofolate reductase bound 
inhibitor 221: 1055 
lonophore 
mobile P glycoprotein inhibitor can= 
cer 223: 125 
IR 


carbonyl cytochrome P450 camphor 
224: 1047 
Iron 
core formation bacterioferritin Rho= 
dobacter 223: 847 
goethite hemosiderin hemochromato= 
sis desferrioxamine chelation 
225: 187 
homeostasis iron responsive element 
220: 927 
hydrogenase Chlamydomonas 
222: 769 
ligand metallothionein Moessbauer 
223: 841 
protein blue neelaredoxin Desulfovi= 
brio 226: 613 
release transferrin proton transfer 
223: 581 
replacement ferredoxin cadmium 
222: 639 
responsive element iron homeostasis 
220: 927 
sulfur adenosine phosphosulfate 
reductase Desulfovibrio 221: 831 
sulfur cluster metallothionein 
220: 827 
sulfur ferredoxin sequence Rhodobac= 
ter 222: 933 
sulfur protein I Ectothiorhosospira 
MR 225: 715 
sulfur protein I structure Ectothior= 
hodospira 225: 703 
sulfur protein interaction cytochrome b 
222: 147 
transferrin transport cell computer 
program 222: 105 
ISG54K 
gene interferon response element 
hamster 220: 395 
Isocitrate 
dehydrogenase Thermus recombinant 
221: 899 
lyase malate synthase assocn 
224: 197 
Isoenzyme 
alpha amylase domain B barley 
221: 277 
arom aminotransferase hyperthermo= 
philic Thermococcus 220: 543 
molybdenum tungsten formylmetha= 
nofuran dehydrogenase methano= 
bacteria 220: 477 
protein kinase calpain erythropoiesis 
225: 173 


Isoform 
crotoxin subunit 223: 161 
protein kinase neuroblastoma glioma 
hybrid 222: 335 
Isolectin 
SBA —— subunit soybean 
221: 
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Isomerase 
phosphomannose gene cloning se> 
quence human 219: 415 
triose phosphate gene sequence Le= 
ishmania 220; 331 
Isomerization 
aspartate bond peptide conformation 
226: 917 
Isooligoadenylate 
dependent RNase mouse spleen 
223: 403 
Isoprenylation 
j protein subunit phospholipase C 
219: 171 
Isopropylmalate 
dehydrogenase sequence — Escher> 
ichia Thermus 220: 2 
Isoproterenol 
esensitization Gs short long form 
226: 193 
Isothiazolone 
deriv interleukin 5 receptor 225: 635 


— 
ct carbonic anhydrase chloroplast 
224: 901 

IUBMB 

enzyme nomenclature 223: | 
JGP 

glycoprotein Bufo egg jelly 223: 223 
Jun 


leucine zipper chimera method human 
219: 877 
JunD 
regulation antioxidant response ele= 
ment sulfhydryl 226: 31 
Kalinin 
nicein subunit cDNA sequence human 
219: 209 
Kazal 
proteinase inhibitor gene sequence 
crayfish 223: 389 
KDO 
oe to mol structure 
224: 751 
oligosaccharide phosphate mol struc= 
ture 225: 1029 
Keratan 
sulfate oligosaccharide articular carti= 
lage keratanase 224: 281 
sulfate proteoglycan fluorodeoxyglu= 
cose chondrocyte 219: 1063 
Keratanase 
articular cartilage keratan sulfate 
oligosaccharide 224: 281 
Keratinocyte 
migration plasminogen activator 
calphobindin I 223: 901 
KEX1 
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— isoenzyme formylmethano= 
uran dehydrogenase methano= 
bacteria 220: 477 
Molybdoenzyme 
molybdenum cofactor protein FA 
Escherichia 222: 687 
Molybdopterin 
cytosine dinucleotide metab Hydroge= 
nophaga urothione 225: 1063 
Monensin 
immunotoxin serum protein interac= 
tion 219: 469 
Monoclonal 
antibody botulin A antagonism 
219: 161 
antibody initiation factor elF2B 
subunit 221: 399 
antibody O antigen Salmonella 
220: 973 
Monocyte 
adhesion endothelium lipoprotein 
atherosclerosis 221: 35 
properdin cytokine 219: 759 
protease interleukin 6 degrdn dimeri= 
zation 223: 617 
zinc induced metallothionein sequence 
human 220: 105 
Monohemic 
cytochrome C552 Pseudomonas 
224: 1011 
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Monooxygenase 
methane oxidn multiple pathway 
226: 555 
terminal CMPacetylneuraminic acid 
hydroxylase 219: 1001 
Monophosphatase 
inositol pyrene maleimide ligand 
interaction 222: 453 
Monoraphidium 
photosystem I plastocyanin cyto= 
chrome c6 222: 1001 
Moraxella 
lipopolysaccharide lipid A structure 
220: 209 
Morganella 
hemolysin pore membrane 220: 339 
Mouse 
differentiation histone Hl cDNA 
sequence 221: 421 
epimorphin cell surface adhesion 
225: 1133 
estrogen apolipoprotein expression 
rat 222: 507 
Ets related protein gene expression 
223: 997 
fetus cytochrome P450 cDNA se= 
quence 226: 877 
fibrinolysis system component 
224: 863 
human DNA polymerase primase 
purifn 222: 781 
nervous system aldolase gene expres= 
sion 221: 253 
prostaglandin E receptor C terminus 
224: 16 
rat phospholipase A2 receptor se= 
quence 225: 375 
spleen isooligoadenylate.dependent 
RNase 223: 403 
tumor suppressor p53 resistance 
palindrome 221: 227 
U14 RNA processing hsc70 mRNA 
226: 765 
very low density lipoprotein receptor 
224: 975 
mPOU 
gene POU domain sequence human 
220: 753 
mRNA 
alternative cytochrome b5 reductase 
rat 220: 729 
arrangement decoding site human 
ribosome 226: 715 
catechol methyltransferase liver kid= 
ney brain 223: 1049 
expression transferrin erythroid cell 
220: 683 
gluconeogenic yeast environmental 
regulation 224: 473 
Gs subunit cAMP regulation 
219: 529 
histone H1 alternative polyadenyla= 
tion mouse 221: 421 
hsc70 U14 RNA processing mouse 
226: 765 
human acetyl CoA carboxylase gene 
219: 297 
IGF II polysome localization 
222: 1017 
leader insulin like growth factor 
226: 1039 
LH receptor rat ovary 222: 753 
methylchlorotetrolate deriv ribosome 
crosslinking 223: 799 
natriuretic peptide receptor B eel 
222: 835 
neurotrophin thymus spleen 
223: 733 
nitric oxide synthase regulation 
219: 563 
platelet activating factor receptor 
distribution 221: 211 
pre editing mitochondria trypanosome 
review 221: 9 
tyrosine aminotransferase processing 
liver regeneration 225: 797 
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Mucor 
hydroxymethylglutaryl CoA reductase 
gene sequence 220: 403 
sporangiospore germination protein 
kinase subunit 222: 501 
Mucosa 
rat intestine fuctinin purifn 224: 47 
Multidrug 
resistance cancer tetrahydropyranyla= 
driamycin transport ionophore 
223: 125 
resistance phenotype gramicidin D 
channel 222: 813 
Multienzyme 
complex catalytic activity coordination 
220: 955 


complex leaf peroxisome photorespi= 
ration 220: 165 
complex ribulose bisphosphate carb= 
oxylase kinetics 226: 999 
peptide synthetase nucleotide analog 
binding 220: 535 
Multifunctional 
protein domain fatty acid oxidn 
226: 909 
Muramidase 
gene XV bacteriophage PRD1 
225: 341 
Muscarinic 
M2 receptor phosphorylation site 
220: 2 
receptor G protein adrenergic kinase 
226: 267 
wae oh - | sequestration 
224: 4 
receptor na activation internalization 
222: 525 
receptor phospholipase D phosphory= 
lation 225: 667 
Muscle 
+ unfolding thermodn 
225: 8 
alanine + carnosine formation 
225: 617 
culture carnosine formation 219: 43 
fatty acid binding protein locust 
221: 801 
fiber myosin rotation order 224: 215 
hexokinase protein GLUT4 elec stim= 
ulation 219: 307 
inositol phosphate metab calcium 
222: 955 
sarcoplasmic reticulum calcium trans= 
port ATPase 225: 347 
skeletal myosin LC2 structure 
219: 603 
tropomyosin - T phosphoryla= 
tion 221: 
type differentiation myosin isoform 
223: 249 
vasculature AP1 hydrogen peroxide 
tocopherol 226: 393 
Mustard 
allergen phospholipid vessicle interac 
tion 225: 609 
Mutase 
acetylglucosamine phosphate physiol 
Saccharomyces 221: 741 
hexosephosphate Saccharomyces 
gene sequence 220: 83 
methylaspartate characterization 
gene sequence Clostridium 
226: 577 
methylene glutarate gene mgm se= 
quence 221: 101 
methylmalony!l CoA mechanism EPR 
225: 891 
Mutation 
peroxidase Coprinus NMR substrate 
binding 222: 909 
Mycobacterium 
hsp70 binding protein antigen 
222: 65 


mycothiol structure 224: 203 
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Mycothiol 
structure Mycobacterium 224: 203 
Myelin 
basic protein kinase mitosis 219: 513 
Myeloperoxidase 
optical spectra red shift 222: 677 
Myofilament 
heart troponin C calcium binding 
226: 597 
Myosin 
actin polymn induction thymosin 
complex 223: 419 
ATPase tropomyosin troponin T 
phosphorylation 221: 129 
isoform muscle type differentiation 
223: 249 
regulatory light chain 2 structure 
219: 603 
rotation order muscle fiber 224: 215 
Myristoyl 
CoA protein myristoyltransferase 
human polyhistidine 222: 137 
Myristoyltransferase 
myristoyl CoA protein human poly> 
histidine 222: 137 
Myxococcus 
acid protease gene sequence 
222: 247 
xanthus alk protease 1 MAP1 
223: 775 
M4 
muscarinic receptor activation inter= 
nalization 222: 525 
NADH 
cytochrome b5 reductase sequence 
hetereogeneity 220: 729 
dehydrogenase ubisemiquinone inter= 
mediate 222: 975 
subunit deficient ubiquinone oxidore= 
ductase Neurospora 220: 551 
ubiquinone oxidoreductase subcom= 
plex mitochondria 226: 237 
ubiquinone reductase rotenone analog 
stereochemistry 225: 411 
NADP 
NADPH binding dihydrofolate reduc= 
tase NMR 226: 211 
NADPH 
NADP binding dihydrofolate reduc= 
tase NMR 226: 211 
oxidase Racl p47 p67 docking 
226: 587 
sulfite paraquat reductase Escherichia 


protein localization mitochondria 
matrix yeast 222: 27 
Natriuretic 
peptide C somatotropin secretion 
cGMP 222: 645 
peptide receptor B sequence eel 
222: 835 
NCAM 
polysialate formation Golgi app 
225: 1097 
Necator 
acetylcholinesterase mol form 
219: 317 
Neelaredoxin 
biue iron protein Desulfovibrio 
226: 613 
Nef 
protein HIV1 virus proteolytic domain 
221: 811 
Neg 
factor cleavage human immunodefici= 
ency virus 223: 589 
Nematoda 
acetylcholinesterase mol form 
219: 317 
Nematode 
a ge purifn characteriza= 
tion 225: 625 
Neoplasm 
mammary MUCI protein gene se= 
quence 224: 787 
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Neovascularization 
angiogenin formation cell biol func= 
tion 226: 483 
Nephrops 
proteolipid Saccharomyces proton 
ATPase hybrid 221: 111 
Neprilysin 
essential aspartate mammal 221: 475 
Nerve 
development muscle differentiation 
myosin 223: 249 
sphingomyelin cerebroside formation 
pathway 226: 491 
Nervous 
system mouse aldolase gene expres= 
sion 221: 25 
Neuroblastoma 
glioma hybrid protein kinase isoform 
222: 335 
PACAP 38 formation 223: 147 
Neurokinin 
receptor gene cloning Semliki virus 
224: 917 
Neuromedin 
N catab astrocyte neuron 221: 297 
Neuron 
neurotensin neuromedin N catab 
221: 297 
Neuropeptide 
Y galanin chimera conformation 
222: 573 
Y receptor structure activity 
225: 947 
Neurospora 
calmodulin binding microtubule as= 
socd protein 226: 303 
ubiquinone oxidoreductase deficient 
NADH subunit 220: 551 
Neurotensin 
neuromedin N catab astrocyte neuron 
221: 297 
Neurotoxin 
Centruroides soln structure 219: 89 
scorpion gene cloning yeast 223: 637 
Neurotransmission 
botulin A monoclonal antibody 
219: 161 
Neurotrophic 
factor heterodimer 221: 677 
Neurotrophin 
mRNA thymus spleen 223: 733 
3 brainderived neurotrophic factor 
heterodimer 221: 677 
3 dimer monomer 225: 995 
Neutral 
endopeptidase 24 11 essential aspar= 
tate 221: 475 
Neutrophil 
binding serum amyloid P 223: 805 
chemotactic protein sequence platelet 
swine 221: 713 
NADPH oxidase tosylphenylalanine 
chloromethane correction 
220: 1037 
proteoglycan cartilage phagocytosis 
221: 871 
NFkappaB 
glutathione disulfide activator protein 
1 221: 639 
NF 
transcription factor rat proximal 
silencer 219: 799 
Nicein 
kalinin subunit cDNA sequence hu= 
man 219: 209 
Nickel 
albumin metal site 220: 193 
Nicotinamide 
nucleotide proton translocating tran= 
shydrogenase Escherichia 
219: 1041 
Nicotinic 
acetylcholine receptor Torpedo glyco= 
sylation 220: | 


Nitrate 
reductase molybdenum EPR signal 
Thiosphaera 226: 789 
reductase Thiosphaera periplasm 
220: 117 
Nitric 
oxide glyceraldehyde phosphate dehy= 
drogenase Dictyostelium 224: 447 
oxide reductase gene sequence Pseu= 
domonas 219: 481 
oxide reductase Pseudomonas 
222: 293 
oxide synthase gene sequence human 
223: 719 
oxide synthase mRNA regulation 
219: 563 
Nitrocellulose 
blotting G protein renaturation 
225: 99 
Nitrogen 
15 NMR collagen supercoiling confor= 
mation 224: 729 
Nitrogenase 
differential posttranslational modifi= 
cation a Anabaena 
220: 12 
proton fl electron transfer 
225: 881 
Nitropropane 
dioxygenase gene sequence Hansenula 
226: 841 
Nitrosomonas 
cytochrome c 551 structure 226: 159 
MR 


angiogenin bovine 224: 811 
carbon 13 cytochrome c2 Rhodobacter 
221: 63 
glucoamylase conformation inhibitor 
Aspergillus 223: 293 
iron sulfur protein I Ectothiorhosos= 
pira 225: 715 
nitrogen 15 collagen supercoiling 
conformation 224: 729 
spectra HIV1 protease complex 
DMP323 219: 707 
spectrometry bacteriorhodopsin frag= 
ment backbone dynamics 
219: 887 
spectroscopy overexpression human 
Jun method 219: 877 
Tendamistat conformation structure 
amylase 220: 763 
lipid transfer protein conformation 
structure 226: 413 
Nomenclature 
enzyme IUBMB 223: | 
Norcoclaurine 
methyltransferase Coptis 225: 125 
Norepinephrine 
calcium channel thyroid cell 
219: 837 
Nuclear 
antigen proliferating cell Oryza ex= 
pression 223: 179 
factor alpha interferon gene 202 
221: 731 
matrix attachment gene TOP! human 
221: 411 
Nuclease 
domain colicin E9 overprodn charac> 
terization 220: 447 
Nucleic 
acid scaffold binding ribonucleopro= 
tein U 221: 749 
Nucleoside 
triphosphatase RNA tamarillo mosaic 
potyvirus 224: 677 
Nucleotide 
abequose Salmonella enzymic synthe= 
sis 225: 863 
adenine storage form purinogen heart 
220: 663 
adenine uridine transport chromaffin 
225: 355 
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analog binding multienzyme peptide 
synthetase 220: 535 

azido ATPase mitochondria 
224: 1057 

binding site peptide segment review 
222: 9 

exchange G protein GTP analog 
221: 25 

nicotinamide proton translocating 
transhydrogenase Escherichia 
219: 1041 

pyrimidine initiation site RNA po= 
lymerase 225: 737 

uncoupling protein binding mito> 
chondria adipose 223: 971 

21000 protein signal 225: 1203 

Nucleus 

localization human vitamin D recep> 

tor 223: 381 
Nutrition 
Saccharomyces Grrl 224: 605 


antigen Salmonella monoclonal anti= 
body 220: 973 
glycan formation colorectal adenoma 
enzyme 222: 415 
Oat 
avenin 3 sequence disulfide 224: 631 
fusicoccin binding protein fluoride 
219: 1023 
Octylglucoside 
dystrophin assocd protein complex 
dissocn 222: 1055 
Oleandomycin 
reactivating enzyme Streptomyces 
129 
Olfactory 
receptor phosphorylation 219: 829 
receptor protein cDNA sequence rat 
225: 1157 
Oligo 
phosphoglyceroyl ATP purinogen 
heart 220: 663 
Oligoadenylate 
cyclic monophosphate prepn binase 
220: 97 


synthetase gene interferon Daudi cell 
219: 547 
Oligodeoxynucleotide 
616 gene promotor triple helix 
220: 493 
Oligomerization 
protein hsp27 phosphorylation 
221: 327 
Oligonucleotide 
triplex inhibition RNA polymerase 
transcription 226: 831 
Oligopeptidase 
thimet cDNA cloning sequence pig 
221: 159 
Oligosaccharide 
interaction lectin kinetic detn biosen= 
sor 223: 189 
keratan sulfate articular cartilage 
keratanase 224: 281 
monophosphate structure lipopolysac= 
charide Escherichia Salmonella 
222: 183 
O lipopolysaccharide Legionella sero= 
group | 221: 2 
phosphate KDO mol structure 
225: 1029 
structure plasminogen activator mu= 
tant 219: 331 
structure purple acid phosphatase 
bean 220: 321 
structure zona pellucida glycoprotein 
221: 491 
OmpF 
porin colicin interaction 224: 723 
porin Escherichia trimeric stability 
loops 222: 625 
Oncogene 
tumor suppressor cytokine receptor 
review 226: 739 
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Oncoprotein 
gene myb DNA recognition sequence 
222: 113 
18 phosphorylation site cell cycle 
20: 359 


18 serine CaM kinase Gr 225: 53 
Operator 
oligonucleotide trp repressor trypto= 
phan Escherichia 225: 601 
Operon 
hydroxyglutarate Acidaminococcus 
glutaconate coenzyme transferase 
226: 41 
sdaCB regulation leucine regulatory 
protein 222: 901 
Opioid 
peptide antagonist tetrahydroisoqui= 
noline 224: 241 
Optical 
spectra myeloperoxidase red shift 
222: 677 
Op18 
protein serine CaM kinase Gr 
225: 53 


Orchidaceae 
mannose lectin cDNA sequence 
221: 769 
Orconectes 
crustacean hyperglycemic hormone 
cloning expression 224: 623 
Order 
myosin rotation muscle fiber 
224: 215 
Ornithine 
aminotransferase pig kidney quater= 
nary structure 225: 205 
arginine succinyltransferase Pseudo= 
monas 224: 853 
carbamoyltransferase allosterism 
aspartate Pseudomonas 221: 555 
decarboxylase degrdn antizyme pro= 
tein 226: 547 
Oryza 
proliferating cell nuclear antigen 
expression 223: 179 
Osteocalcin 
promoter AP1 vitamin D receptor 
224: | 
Osteosarcoma 
cell human osteocalcin gene transcrip= 
tion 224: 11 
Ostrich 
liver alc dehydrogenase sequence 
function 224: 373 
Ovary 
rat LH receptor mRNA 222: 753 
Ovothiol 
A Crithidia 223: 43 
A Leishmania 224: 203 
x 
inhibin activin gene sequence tran= 
scription 226: 751 
Oxapentamidine 
DNA dodecamer complex formation 
226: 953 
Oxidase 
arabinonolactone Candida erythroas= 
corbate 225: 1073 
cholesterol flavin semiquinone Brevi= 
bacterium 222: 941 
cytochrome subunit expression func= 
tion Dictyostelium 219: 1053 
cytochrome subunit isoform sequence 
trout 221: 1111 
fatty acid beta domain glyoxysome 
226: 909 
NADPH Rac! p47 p67 docking 
226: 587 
peroxidase reaction hydrogen perox= 
ide assay 223: 489 
pristanoyl CoA rat liver 222: 795 
quinol gene soxM sequence Sulfolo= 
bus 224: 151 
quinol protonmotive force Sulfolobus 
224: 983 
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quinoprotein amine active site Asper= 
gillus 225: 959 
serum amine cobalt substituted 
222: 727 
urate import signal peroxisome rat 
3: 141 


Oxidative 

phosphorylation ConA thymocyte 
methylprednisolone 223: 513 

phosphorylation potato tuber mito= 
chondria cadmium 225: 897 
225: 907 225: 923 

stress Sp] DNA binding efficiency 
225: 483 


Oxidn 
beta liver mitochondria redox state 
220: 671 
Desulfovibrio rubredoxin 224: 97 
methane monooxygenase multiple 
pathway 226: 555 
rat Spl DNA binding efficiency 
225: 483 
Oxidoreductase 
aldehyde gene MOP sequence Desul= 
fovibrio 220: 901 
hydrogen heterodisulfide Methano= 
bacterium 220: 139 
hydroxycarboxylate viologen Proteus 
222: 1025 
NADH ubiquinone subcomplex mito= 
chondria 226: 237 
quinone medium chain dehydrogenase 
reductase 226: 15 
ubiquinol cytochrome c assembly 
Saccharomyces 220: 569 
ubiquinone gene ne cloning se= 
quence 219: 277 
ubiquinone inhibition ae 
catalytic site 219: 69 
ubiquinone NADH 3 deficient 
Neurospora 220: 551 
Oxoglutarate 
calcium mitochondria aspartate for= 
mation 223: 751 
Oxosteroid 
reductase gene sequence human 
219: 357 
Oxygen 
formyl group chlorophyll formation 
plant 219: 671 
reactive CHO cell electropermeabili= 
zation 223: 25 
reactive soybean germination cytoki> 
nin 224: 21 
Oxytocin 
receptor reconstitution proteolipo= 
some cholesterol 220: 559 


box plasminogen activator inhibitor 
gene 220: 63 
glycoprotein expression hepatoma 
mdr gene 219: 521 
glycoprotein inhibitor cancer mobile 
ionophore 223: 125 
glycoprotein ion channel gramicidin 
interaction 222: 813 
PACAP 
38 formation neuroblastoma 
223: | 
Pacifastacus 
proteinase inhibitor purifn cDNA 
cloning 223: 389 
Palmitoylation 
erythrocyte membrane protein 4 2 
224: 575 
Pancreas 
procarboxypeptidase A B activation 
Zam 32 


RNase sequence iguana 219: 641 
Pancreatic 
carboxylester lipase characterization 
salmon 226: 603 
trypsin inhibitor trypsin conformation 
stability 223: 939 
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Pantetheinase 
inhibition kinetics disulfide 226: 81 
Panulirus 
hemocyanin epitope location 
222: 155 
Papain 
binding stefin A conformation 
225: 1181 
Paracentrotus 
hatching metalloproteinase gene 
sequence 219: 845 
Paraceccus 
gene mauR transcription repression 
methylamine 226: 201 
Paramecium 
non lethal calmodulin mutant 
222: 433 
Parameter 
kinetic A1067 methyltransferase 
Streptomyces 224: 431 
Paraquat 


NADPH sulfite reductase Escherichia 


226: 459 
Parasitella 


hydroxymethylglutaryl CoA reductase 


gene sequence 220: 403 
Parathyroid 
hormone human processing signal 
Escherichia 220: 893 
Parsley 
phenylalanine ammonia lyase gene 
sequence 225: 491 
Parvalbumin 
calcium magnesium binding site 
Pathogen 
inhibitor pseudothionin Stl peptide 
potato 223: 135 
Pathogenesis 
protein = expression tobacco 
220: 247 
PBP 


diaminopimelate alanine endopepti= 
dase Escherichia 224: 597 
PCNA 
rice DNA pen Escherichia 
expression 223: 17 
PDGF 
MARCKS translocation membrane 
cytoplasm 225: 539 
Pea 
acetyl CoA carboxylase aryloxyphe= 
noxypropionate herbicide 
225: 1113 
cell membrane glucan synthase 
220: 943 
chloroplast DNA replication oriA 
220: 933 
ferredoxin NADP reductase gene 
cloning 225: 677 
Pectinatus 
lipopolysaccharide lipid A structure 
224: 63 


Penicillin 
binding protein endopeptidase Es= 
cherichia 224: 597 
Penicillium 


membrane isolation structure function 


224: 581 
Pentagalloyl 
glucose proline rich protein MP5 
219: 923 
Peptidase 
activity ee binding protein 
pig 221: 
dipeptidyl I . activator 
thrombin 223: 497 
dipeptidyl thioxoalanylproline ni= 
troanilide 221: 455 
matrix stromal processing precursor 
protein 221: 523 
TRH degrading brain 224: 387 
Peptide 
Abeta structure senile plaque Al= 
zheimer 221: 959 
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antibacterial presequence mitochond= 
ria respiration 223: 1027 

antigen conformation lactam bridge 
Echinococcus 220: 415 

C natriuretic 7 oa secretion 
cGMP 222: 6 

conformation oe bond isomeri= 
zation 226: 917 

defensive frog skin 219: 145 

formation muscle culture 219: 43 

fuctinin sequence rat intestine 

hormone plant ve soybean 
leginsulin 224: 16 

insulin related gene eines locust 
221: 427 

interleukin 6 soln structure 219: 97 

lantibiotic SAFF22 structure confor= 
mation Streptococcus 220: 455 

natriuretic receptor B sequence eel 
222: 835 

opioid antagonist tetrahydroisoquino= 
line 224: 241 

phosphorylation specificity casein 
kinase 223: 647 

polyclonal antibody crossreaction 
219: 73 

PR39 conformation membrane inter= 
action 224: 1019 

pseudothionin Stl potato pathogen 
inhibitor 223: 135 

segment nucleotide binding site review 


submandibular rat 1 protein process= 
ing 219: 765 

synthetase multienzyme nucleotide 
analog binding 220: 535 

tRNA binding dissocn ribosome 
226: 355 


Periodate 


DNA conformation mercury 
219: 491 


Periplasm 


nitrate reductase molybdenum EPR 
signal 226: 789 

nitrate reductase Thiosphaera 
220: 117 


Peroxidase 


Coprinus mutation NMR substrate 
binding 222: 909 

cytochrome heme hydrogen bond 
histidine 224: 81 

oxidase reaction hydrogen peroxide 
assay 223: 489 

PH cycle active site mutant 
224: 1029 


Peroxide 


hydrogen assay peroxidase oxidase 
reaction 223: 489 


Peroxidn 


lipid liver halothane leukotriene B4 
219: 287 


Peroxisomal 


proliferator activated receptor liver 
hormone 225: 967 


Peroxisome 
leaf multienzyme complex photorespi= 


ration 220: 165 

proliferator structure panariyiion 
activation 221: 611 

urate oxidase import signal rat 
223: 141 


Pf3 


phage Paar binding protein 
224: 6 


PGD2 
mast cell phospholipase 219: 401 
PGE2 


synovium interleukin | phospholipase 
A2 226: 125 


pH 


cycle peroxidase active site mutant 
224: 1029 

FGF conformation 222: 425 

high ATPase erythrocyte regulation 


220: 1029 
yeast gluconeogenic mRNA regulation 
24: 473 


Phage 

Pi DNA binding protein 224: 663 

phi29 connector DNA RNA interac= 
tion 225: 747 

PRD1 gene XV muramidase 
225: 341 

surface display cDNA library product 
226: 53 


Phagocytosis 
neutrophil proteoglycan cartilage 
221: 871 
Phalloidin 
actin polymn induction thymosin 
complex 223: 419 
Phase 
S interphase histone gene expression 
223: 567 
Phenylacetate 
hydroxyphenylacetate metab Pseudo= 
monas 221: 375 
Phenylalanine 
ammonia lyase differential expression 
tomato 226: 109 
ammonia lyase gene sequence parsley 
225: 491 
tRNA labeling gold cluster 219: 65 
Pheromone 
sex system Enterococcus plasmid 
review 222: 235 
Phorbol 
ester plasminogen activator inhibitor 
gene 220: 63 
ester signaling erythropoietin gene 
26: 335 


PACAP 38 formation neuroblastoma 
223: 147 
Phosphatase 
acid purple oligosaccharide structure 
bean 220: 321 
acid vanadate molybdate complex 
221: 139 
alk kinetics mechanism reverse mi= 
celle 220: 861 
inositol polyphosphate phosphoryla> 
tion dephosphorylation 226: 561 
phospho opsin rod outer segment 
225: 383 
phosphotyrosine 1B recombinant 
purifn crystn 223: 1069 
protein inhibitor specificity casein 
kinase 223: 647 
protein PPQ Saccharomyces correc> 
tion 221: 1133 
protein sequence homol 220: 225 
protein specificity phosphopeptide 
structure calcineurin 219: 109 
protein tyrosine gene sequence recep> 
tor 226: 773 
protein 2A activator purifn property 
226: 899 
purple sequence Edman mass spec> 
trometry 226: 369 
Phosphate 
oligosaccharide KDO mol structure 
225: 1029 
Phosphatidylcholine 
membrane prothrombin activation 
220: 131 
Phosphatidylglycerol 
acetal plasmalogen Clostridium 
223: 957 
hexadecenoate photosystem II Chla= 
mydomonas 226: 473 
Phosphatidylinositol 
glycan phospholipase D active frag= 
ment 224: 823 
kinase cattle expression Schizosaccha> 
romyces viability 219: 775 
kinase p72syk kinase platelet activa> 
tion 224: 329 
Phospho 
opsin phosphatase rod outer segment 
225: 383 
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Phosphoaminopropanediol 
contg diradylglyceroglycolipid Clostri= 
dium membrane lipid 223: 879 
Phosphodiesterase 
alk I human sequence expression 
226: 433 
cGMP activation DGP bound trans= 
ducin 220: 963 
Phosphoenolpyruvate 
carboxykinase adipose glucose hor= 
mone 223: 893 
Phosphofructokinase 
Dictyostelium 226: 1007 
gene promoter regulation rat 
220: 183 


Phosphoglyceroyl 
ATP oligo purinogen heart 220: 663 
Phosphoglycoprotein 
pgp230 ae membrane 
226: 
Phospholipase 
arachidonate liberation PGD2 mast 
cell 219: 401 
A2 activation carbodiimide modifica 
tion 223: 611 
A2 binding inhibition heparin 
221: 481 
A2 cytosolic leukocyte lipopolysac= 
charide 223: 743 
A2 interleukin 1 PGE2 synovium 
226: 125 
A2 receptor sequence mouse rat 
225: 375 
C calcium entry platelet 223: 543 
C G protein subunit isoprenylation 
219: 171 
C Pseudomonas 224: 845 
D phosphatidylinositol glycan active 
fragment 224: 823 
D phosphorylation muscarinic recep> 
tor 225: 667 
Phospholipid 
arachidonate metab macrophage 
zymosan 221: 1013 
asymmetry membrane platelet preser= 
vation 222: 1033 
ATPase activation calmodulin eryth= 
rocyte 224: 873 
binding transfer sterol carrier protein 
220: 1019 
nitric oxide reductase Pseudomonas 
222: 293 
vessicle interaction mustard allergen 
225: 609 
yeast membrane surface potential 
219: 195 
Phosphomannose 
isomerase gene cloning sequence 
human 219: 415 
Phosphopeptide 
structure specificity calcineurin pro= 
tein phosphatase 219: 109 
Phosphoprotein 
phosphatase specificity phosphopep= 
tide structure calcineurin 
219: 109 
phosphorylation fibrinogen receptor 
inhibition platelet 225: 21 
p53 recombinant 221: 167 
Phosphoproteins 
p72syk collagen signal transduction 
platelet 226: 243 
Phosphorescence 
pyridoxate probe protein dynamics 
219: 807 
Phosphoribosyltransferase 
hypoxanthine guanine GMP dialdeh= 
yde 223: 595 
Phosphorothioate 
linked oligonucleotide triplex tran= 
scription inhibition 226: 831 
Phosphorylation 
alpha2 HS glycoprotein 226: 59 
calmodulin EGF receptor kinase 
224: 909 
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cHMGI protein DNA binding insect 
225: 687 

dephosphorylation inositol polyphosp= 
hate kinase phosphatase 226: 561 

hsp27 protein intracellular localization 
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